In the crystal of the title compound, C 12 H 15 N 5 O 3 ÁH 2 O, the component species are linked by N-HÁ Á ÁN, N-HÁ Á ÁO, O-HÁ Á ÁN and O-HÁ Á ÁO hydrogen bonds, forming a threedimesnional network.
Related literature
For background, see: Czarnik (2008) .
Experimental
Crystal data Table 1 Hydrogen-bond geometry (Å , ). 
Data collection: APEX2 (Bruker, 2004 ); cell refinement: SAINTPlus (Bruker, 2004) ; data reduction: SAINT-Plus; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008 ); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) 2-Amino-9-[(1S,3R,4S)-4-hydroxy-3-hydroxymethyl-2-methylenecyclopentyl]-1,9-dihydro-6H-purin-6-one monohydrate B. Jiang and Z. Liu
Comment
The research of anti-hepatitis B virus (anti-HBV) drug has long been one of the serious diseases threatening human's health, and thus searching for effective medicines to cure such illness has led to significant interest over the past decades (Czarnik, 2008) . In this article, we report the crystal structural characterization of 2-Amino-1,9-dihydro-9-[(1S,3R,4S)-4-hydroxy-3-(hydroxymethyl)-2-methylenecyclopentyl]-6H-purin-6-one.
As shown in figure 1 , the asymmetrical unit contains one 2-Amino-1,9-dihydro-9-[(1S,3R,4S)-4-hydroxy-3-(hydroxymethyl)-2 -methylenecyclopentyl]-6H-purin-6-one and one water molecule. In addition, it is noteworthy that the multipoint hydrogen-bonding links also exist between the hydrogen atoms including N3-H3B···O3, 3.039 (3) Å; O1-H1···N4, 2.861 (2) Å; O2-H2A···O1W, 2.634 (2) Å; O1W-H2W···O1, 2.899 (3) Å; O1W-H1W···O2, 2.786 (3) Å; this may make a contribution to stabilizing the chain structure, shown in figure 2.
Experimental
The reaction was performed in a 25-ml Teflon-lined stainless steel vessel. The powder of 2-amino-1,9-dihydro-9-[(1S,3R,4S)-4-hydroxy-3-(hydroxymethyl)-2 -methylenecyclopentyl]-6H-purin-6-one (1 mmol) in 5 ml water and 5 ml etanol was heated to 443 K and kept at this temperature for one day. Upon cooling, colourless blocks of (I) were recovered. 
Refinement
Anomalous dispersion was negligible and Friedel pairs were merged before refinement.
All hydrogen atoms bound to carbon were refined using a riding model with C-H = 0.93 (aryl), 0.97 (methylene) or 0.96 Å (methyl), and with U iso (H) = 1.2U eq (C) (aryl, methylene) or 1.5U eq (C) (methyl). The water H atoms were refined with restraints of O-H = 0.82 (1)Å and H···H = 1.38 (1)Å. Figures   Fig. 1 . A view of (I) with displacement ellipsoids drawn at the 30% probability level. 4 restraints Extinction correction: none Primary atom site location: structure-invariant direct methods 
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